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Related to Fig. 2-4 Table S1, Related to Figure 2 . Features associated with all ATRX bound CGIs in mouse ES cells. ATRX CGIs located within 1 kb of the TSS of a known gene were annotated as promoters. ATRX CGIs which overlapped a known gene but located greater than 1 kb away from a TSS were annotated as intragenic. ATRX CGIs associated with imprinted genes or known monoallelic genes are also shown. Where peaks overlapped with multiple features, regions were preferentially annotated in descending order as CGIs, TRs and ERVKs.
DNA Methylation Assay
Genomic DNA was extracted from WT and ATRX KO mouse ES cells and digested with either Msp I or Hpa II, a methylation sensitive isoschizomer. DNA digested with Hpa II were subjected to qRT-PCR with primers which flank an Msp I/Hpa II recognition site at imprinted DMRs. Undigested genomic DNA was combined with Msp I digested DNA in known ratios to obtain a standard curve. Hpa II digested products were plotted against respective curves and normalised to an amplicon which lacked an Msp I/Hpa II recognition site to obtain a methylation ratio. A list of primers used for this study can be found in Table S3 .
